GENOME ANNOUNCEMENT {#s1}
===================

The genusYersinia comprises 18 species, of which 3 are pathogenic for humans.Y. pestis is the causative agent of plaque, while Y. enterocolitica and Y. pseudotuberculosis cause an intestinal disease called yersiniosis, for which typical symptoms are diarrhea, abdominal pain, and fever ([@B1]). Enteropathogenic Yersinia spp. are commonly ingested via contaminated food, but infections may also occur by direct contact with infected animals. Whereas the main reservoirs of Y. enterocolitica are pigs, Y. pseudotuberculosis is found predominantly in wildlife-like rodents and game ([@B1][@B2][@B3]). The numbers of infections caused by Y. pseudotuberculosis are much lower than those documented for Y. enterocolitica. However, some Y. pseudotuberculosis outbreaks have been reported in Finland, Norway, France, and New Zealand ([@B4][@B5][@B8]).

Since there is only scarce information available about the occurrence and properties of Y. pseudotuberculosis in wildlife, the prevalence of this species in tonsils of wild boars hunted in Mecklenburg-Western Pomerania (Germany) was determined. Tonsil samples of 503 wild boars, hunted between 2015 and 2016, were investigated by *wzz*-PCR and cultural detection using a cold enrichment procedure. Y. pseudotuberculosis was detected in 6.4% of the tonsils by PCR and could be isolated from 10 animals.

Here, we report the draft genome sequences and some genetic characteristics of the isolates. Genomic DNA of the isolates was prepared from bacteria grown in lysogeny broth for 24 h at 28°C using the PureLink genomic DNA minikit (Invitrogen, Carlsbad, CA, USA) according to the manufacturer\'s recommendations. Short-read sequencing (2 × 251 cycles) using the MiSeq V3 (600-cycle) reagent kit was used on an Illumina MiSeq benchtop sequencer (Illumina, San Diego, CA, USA). Sequencing libraries were conducted using the Illumina Nextera XT DNA sample preparation kit. Raw read data were used for *de novo* genome assembling using the PATRIC database (<https://patricbrc.org>) ([@B9]). SPAdes assembly calculations resulted in 10- to 20-fold sequence coverages per consensus sequence for all isolates. Genome annotation using the automated Prokaryotic Genome Annotation Pipeline (PGAP) of the NCBI-database (<https://www.ncbi.nlm.nih.gov/genome/annotation_prok>) revealed that the Y. pseudotuberculosis genomes exhibit only little variability in genome sizes, which range from 4.58 (M129) to 4.77 Mb (M489). Additionally, the numbers of genes, coding sequences (CDSs), RNA genes, and pseudogenes, as well as the presence of clustered regularly interspaced short palindromic repeat (CRISPR) loci, are also similar among the isolates. Data on some genetic properties of the isolates are summarized in [Table 1](#tab1){ref-type="table"}. The gene content of the isolates is similar to that of previously described Y. pseudotuberculosis strains. Further bioinformatic analyses revealed the presence of mobile genetic elements (i.e., prophages and plasmids), which may be involved in the genome plasticity of the isolates ([@B10][@B11][@B12]). Further studies on the biotype, serotype, virulence gene content, and phylogenetic relationship of the isolates are necessary to assess the diversity and pathogenic potential of Y. pseudotuberculosis in wild boars in Germany.

###### 

Some characteristics and accession numbers of the Y. pseudotuberculosis isolates reported here

  --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------
  Characteristic                 Result(s) for isolate:                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                              
  ------------------------------ ------------------------------------------------------------------- ------------------------------------------------------------------- ------------------------------------------------------------------- ------------------------------------------------------------------- ------------------------------------------------------------------- ------------------------------------------------------------------- ------------------------------------------------------------------- ------------------------------------------------------------------- ------------------------------------------------------------------- -------------------------------------------------------------------
  Genome size (bp)               4,738,757                                                           4,765,035                                                           4,706,236                                                           4,670,266                                                           4,569,157                                                           4,732,574                                                           4,628,486                                                           4,580,728                                                           4,656,234                                                           4,770,340

  No. of contigs                 237                                                                 158                                                                 203                                                                 226                                                                 265                                                                 112                                                                 233                                                                 149                                                                 227                                                                 275

  No. of genes (total)           4,375                                                               4,373                                                               4,314                                                               4,355                                                               4,181                                                               4,309                                                               4,251                                                               4,143                                                               4,390                                                               4,478

  No. of genes (coding)          4,111                                                               4,145                                                               4,071                                                               4,123                                                               4,101                                                               4,105                                                               4,148                                                               4,047                                                               4,164                                                               4,128

  No. of CDSs (total)            4,283                                                               4,279                                                               4,229                                                               4,262                                                               3,927                                                               4,213                                                               3,940                                                               3,923                                                               4,294                                                               4,380

  No. of CDSs (coding)           4,111                                                               4,145                                                               4,071                                                               4,123                                                               3,927                                                               4,105                                                               3,940                                                               3,923                                                               4,164                                                               4,128

  No. of RNA genes (total)       92                                                                  94                                                                  85                                                                  93                                                                  80                                                                  96                                                                  103                                                                 96                                                                  96                                                                  98

      No. of rRNAs (5S, 16S,\    7, 2, 1                                                             8, 3, 1                                                             5, 3, 1                                                             4, 3, 2                                                             3, 2, 2                                                             7, 3, 1                                                             5, 3, 4                                                             7, 3, 1                                                             4, 4, 3                                                             5, 4, 1
  23S)                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                               

      No. of tRNAs               72                                                                  72                                                                  69                                                                  73                                                                  64                                                                  74                                                                  77                                                                  73                                                                  75                                                                  74

  No. of noncoding RNAs          10                                                                  10                                                                  7                                                                   11                                                                  9                                                                   11                                                                  14                                                                  12                                                                  10                                                                  14

  No. of pseudogenes (total)     172                                                                 134                                                                 158                                                                 139                                                                 174                                                                 108                                                                 208                                                                 124                                                                 130                                                                 252

      No. of pseudogenes with\   0                                                                   0                                                                   0                                                                   0                                                                   0                                                                   0                                                                   0                                                                   0                                                                   0                                                                   0
  ambiguous residues                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                 

      No. of frameshifted\       30                                                                  31                                                                  29                                                                  82                                                                  36                                                                  30                                                                  33                                                                  33                                                                  71                                                                  127
  pseudogenes                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                        

      No. of incomplete\         138                                                                 96                                                                  117                                                                 53                                                                  136                                                                 74                                                                  171                                                                 88                                                                  55                                                                  122
  pseudogenes                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                        

      No. of pseudogenes\        9                                                                   13                                                                  18                                                                  32                                                                  6                                                                   8                                                                   9                                                                   8                                                                   26                                                                  59
  with internal stops                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                

      No. of pseudogenes\        5                                                                   6                                                                   6                                                                   25                                                                  4                                                                   4                                                                   5                                                                   5                                                                   20                                                                  50
  with multiple\                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                     
  problems                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                           

  No. of CRISPR arrays           2                                                                   3                                                                   2                                                                   3                                                                   2                                                                   2                                                                   2                                                                   2                                                                   2                                                                   4

  No. of predicted prophages     10                                                                  8                                                                   10                                                                  5                                                                   7                                                                   4                                                                   6                                                                   5                                                                   8                                                                   7

  No. of predicted plasmids      1                                                                   1                                                                   1                                                                   1                                                                   1                                                                   1                                                                   ND[^a^](#ngtab1.1){ref-type="table-fn"}                             ND                                                                  ND                                                                  1

  Database accession no.                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                                             

      GenBank                    [MNKQ00000000](https://www.ncbi.nlm.nih.gov/nuccore/MNKQ00000000)   [MNKR00000000](https://www.ncbi.nlm.nih.gov/nuccore/MNKR00000000)   [MAKS00000000](https://www.ncbi.nlm.nih.gov/nuccore/MAKS00000000)   [NCLA00000000](https://www.ncbi.nlm.nih.gov/nuccore/NCLA00000000)   [MAKT00000000](https://www.ncbi.nlm.nih.gov/nuccore/MAKT00000000)   [MNKT00000000](https://www.ncbi.nlm.nih.gov/nuccore/MNKT00000000)   [MAKU00000000](https://www.ncbi.nlm.nih.gov/nuccore/MAKU00000000)   [MAKV00000000](https://www.ncbi.nlm.nih.gov/nuccore/MAKV00000000)   [NCKY00000000](https://www.ncbi.nlm.nih.gov/nuccore/NCKY00000000)   [NCLF00000000](https://www.ncbi.nlm.nih.gov/nuccore/NCLF00000000)

      BioProject                 PRJNA326833                                                         PRJNA326834                                                         PRJNA326835                                                         PRJNA381964                                                         PRJNA326837                                                         PRJNA326838                                                         PRJNA326839                                                         PRJNA326840                                                         PRJNA381953                                                         PRJNA381962

      BioSample                  SAMN05292970                                                        SAMN05292970                                                        SAMN05292972                                                        SAMN06697619                                                        SAMN05292974                                                        SAMN05292975                                                        SAMN05292976                                                        SAMN05292977                                                        SAMN06697573                                                        SAMN06697618
  --------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------------

ND, not detected.

Accession number(s). {#s1.1}
--------------------

The whole-genome sequences of the isolates reported here have been deposited in GenBank under the accession numbers given in [Table 1](#tab1){ref-type="table"}.
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